Abstract. Studies have shown that homeobox D10 (HOXD10) is the target gene of microRNA-10b (miR-10b) and is closely associated with the inhibition of cell migration and invasion. Ras homolog family member C (RhoC) has been reported to promote tumor metastasis in various types of cancer. The effect of miR-10b on colorectal cancer (CRC) metastasis and the associated molecular mechanisms remain elusive. The present study aimed to investigate whether miR-10b could promote invasion by targeting HOXD10 in CRC by exploring the association between miR-10b and HOXD10 expression in CRC patients. The findings revealed that miR-10b levels were elevated in the CRC specimens and significantly correlated with advanced clinical stage and lymph node metastasis. In addition, HOXD10 was a direct target of miR-10b, and the increased expression of RhoC and downregulation of HOXD10 correlated with the increased expression level of miR-10b. HOXD10 protein level was also markedly attenuated in lymph node metastasis-positive tumor tissues compared with lymph node metastasis-free tumor tissues. These findings suggest that miR-10b may stimulate the upregulation of RhoC through targeting HOXD10, thus promoting the invasion and migration in CRC tumor.
Introduction
With the rapid development of the worldwide economy, the structure of people's diets has changed in recent years (1) . Colorectal cancer (CRC) has become one of the most common malignant tumors of the digestive tract in China, and is the major cause of gastrointestinal cancer-associated mortality (2) . One reason for the high frequency of tumor metastasis is that the majority of CRC patients are diagnosed at an advanced stage (3) . Malignant CRCs often possess the characteristics of rapid progression and invasion, which contribute to local and liver metastases and can result in a poor prognosis (4, 5) . MicroRNAs (miRs) are known to be involved in a variety of physiological processes, including cell survival, growth and metabolism (6) . Studies have demonstrated that miRs are involved in the regulation of metastasis in various types of cancer (7, 8) . Several types of miR have been found to be important for the process of tumor metastasis, suggesting that miRs may be used as a potential transfer marker (9, 10) .
The twist-induced miR, miR-10b, has been previously found to promote tumor metastasis in cancer (11) . One study indicated that homeobox D10 (HOXD10) is the target gene of miR-10b and is closely associated with the inhibition of cell migration and invasion (12) . The expression level of HOXD10 was found to decrease during the malignant progression of cancer (13) . The ras homolog family member C (RhoC) protein is a member of the Ras superfamily of guanine triphosphate (GTP)-binding proteins. Numerous studies have indicated that tumor metastasis is associated with an abnormal AKT signaling pathway, as AKT mediates a variety of basic cellular processes, including the resistance of cells to apoptosis and cell cycle effects (14) . Although certain studies have reported a potential association between miR-10b and CRC (15, 16) , the effect of miR-10b on CRC metastasis and the associated molecular mechanism remain elusive.
The purpose of the present study was to investigate the expression of miR-10b in CRC patients, to evaluate the effect of miR-10b on CRC invasion and migration and to determine whether miR-10b expression is mediated by HOXD10 targeting RhoC. The results of the present study showed that the overexpression of miR-10b in patients with CRC was associated with a decreased level of HOXD10 protein, which was accompanied by the increased expression of RhoC. These results suggested that miR-10b may be important in the migration and invasion of CRC.
Materials and methods
Clinical summary. A total of 126 primary CRC samples were collected consecutively during surgery from patients with miR-10b promotes invasion by targeting HOXD10 in colorectal cancer histologically confirmed CRC, who underwent surgical resections at the Department of General Surgery, Yangpu Hospital, Tongji University School of Medicine (Shanghai, China) between January 2012 and January 2014. Adjacent healthy tissues were also taken from these patients with CRC to form the adjacent non-tumor tissue group. Additionally, 126 healthy people, who had undergone physical examinations in the same hospital, were used as a control group. Tissue Specimens were obtained from colonoscopy, and were immediately frozen in liquid nitrogen and stored at -80° C until further processing. Only CRC patients that had not received any preoperative radio or chemotherapy were enrolled in the present study. All patients were staged according to the International Union Against Cancer of CRC TNM Staging system (2010; 7th edition) for CRC (17) . The present study was conducted in accordance with the Declaration of Helsinki (18) and with approval from the Ethics Committee of Yangpu Hospital, Tongji University School of Medicine. Written informed consent was obtained from all participants.
Sample treatment. Adjacent non-cancerous tissues were carefully dissected from the surrounding benign tissues by a certified pathologist, and the margin was confirmed through immunohistochemistry by two independent pathologists at the Department of Pathology, Yangpu Hospital, Tongji University School of Medicine. The surrounding non-tumor tissues were used as control for each tumor tissue. All samples were immediately frozen in liquid nitrogen following surgical removal until required.
RNA extraction and reverse transcription (RT)-quantitative polymerase chain reaction (qPCR).
Total RNA was extracted from the resected tissues for the messenger RNA (mRNA) expression assay using TRIzol ® reagent (Gibco; Thermo Fisher Scientific, Inc. Waltham, MA, USA). Lysed samples were bound to a silica-based filter and treated with DNase I (20,000 units; Invitrogen; Thermo Fisher Scientific, Inc.) RT-PCR was performed using the Reverse Transcriptase kit (Thermo Fisher Scientific, Inc.), according to the manufacturer's instructions. After complementary DNA was obtained, RT-PCR was performed using the SYBR Green PCR reagent kit (Thermo Fisher Scientific, Inc.). qPCR was performed using an initial denaturation step at 95˚C for 5 min, then 40 cycles of amplification, consisting of denaturation at 95˚C for 15 sec, annealing at 60˚C for 30 sec and elongation at 72˚C for 30 sec on a 7500 Fast Real-time PCR System (Applied Biosystems; Thermo Fisher Scientific, Inc.). All 20-µl reactions were performed in triplicate. 5S ribosomal RNA (rRNA) was used as the internal control. The primer sequences were as follows: miR-10b, forward, 5'-TAC CCT GTA GAA CCG AAT TTG -3' and reverse, 5'-AAC TGG TGT CGT GGA GTC GGC -3'; primers used for detection of HOXD10, forward, 5'-GAC ATG GGG ACC TAT GGA ATG C-3' and reverse, 5'-TGG TGG TTC ACT TCT CTT TTG G-3'; and 5S rRNA, forward, 5'-CCA TAC CAC CTG GAA ACG C-3' and reverse, 5'-TAC TAA CCG AGC CCG ACC CT-3' (Jrdun Biotechnology, Shanghai, China). Data analysis for miR expression was performed using the 2 -ΔΔCq method (19) .
Western blot analysis. Cold radioimmunoprecipitation assay lysis buffer (Beyotime Institute of Biotechnology, Haimen, China) was used to extract proteins from solubilized tissues.
Protein assay reagents (Bio-Rad Laboratories, Inc., Hercules, CA, USA) were used to determine the protein concentration. Statistics. Data are presented as the mean ± standard deviation. Statistical tests were performed using SPSS 17.0 (SPSS, Inc., Chicago, IL, USA). The Student's t-test (two-tailed) was used make comparisons between two groups, the correlation between HOXD10 and RhoC was assessed using Spearman's rank correlation coefficient and differences between two groups for immunohistochemistry were analyzed using the Mann-Whitney U test. P<0.05 were considered to indicate a statistically significant difference. Table I .
Results

Patient characteristics.
miR-10b is highly expressed in primary CRC samples. In order to explore the potential role of miR-10b in CRC development, the expression of miR-10b was investigated in tumor specimens obtained from 126 CRC patients. The patients were classified into two groups, according to the presence or absence of lymph node metastasis; significant differences were identified in the mean expression levels of miR-10b and HOXD10 between the two groups (P=0.001 and P=0.005). The results of the RT-qPCR indicated that the mean expression level of miR-10b in tumor tissues with positive lymph node metastasis was 1.8-fold greater compared with tumor tissues without lymph node metastasis. In addition, the mean expression level of HOXD10 in tumor tissues with positive lymph node metastasis was 0.58-fold greater compared with tumor tissue without lymph node metastasis (Fig. 1A ). Significant differences in the mean miR-10b expression level were also indicated between the CRC tissue group and the healthy individuals and adjacent tissues (P=0.012 and P=0.001; Fig. 1B ), while there was no statistically significant difference between the adjacent non-tumor tissue group and the normal control tissue group (P= 0.986). There was no significant difference in the expression levels of miR-10b with respect to age and gender (P=0.156). The results showed that there were significant differences in the expression of miR-10b in cases of CRC with varying tumor diameter and histological differentiation (P=0.013 and P=0.018). A significant difference in miR-10b expression was also indicated between stage Ⅰ+Ⅱ and stage Ⅲ tumors (P=0.007; Fig. 1C ). There were significant differences in miR-10b expression between cases with liver metastasis and those with multifocal metastases (P=0.004). A statistically significant difference was identified between the level of miR-10b and HOXD10 expression (P=0.009; Fig. 1D ). These data suggest that miR-10b may be involved in the process of CRC metastasis. In addition, an inverse correlation was identified between miR-10b and HOXD10 expression.
Western blot analysis of protein expression of HOXD10 in CRC samples.
Since the decreased expression of HOXD10 protein has been shown to enhance the invasiveness and metastasis of tumors (20) , the present study aimed to determine whether miR-10b would inhibit the translation of HOXD10 mRNA, thereby affecting the expression of downstream targets of RhoC. As shown in Fig. 2 , there were significant differences in the mean level of HOXD10 expression between the CRC tissue group and the adjacent non-tumor or normal control tissue group (P=0.001; Fig. 2A ), while there was no statistical significance between the adjacent non-tumor tissue group and the normal control tissue group (P=0.490). RhoC protein levels were dramatically upregulated in tumor tissues with positive lymph node metastasis compared with tissues with no lymph node metastasis (P<0.01). There were also significant differences in HOXD10 protein level between the CRC samples with positive lymph node metastasis and the CRC samples The model was used to analyze the effect of associated factors on miR-10b levels in CRC patients. P<0.05 was considered statistically significant. (Fig. 2B) . As shown in Figs. 2C and 3 , there was a significant inverse correlation between HOXD10 protein level and protein level (r=-0.433; P<0.001). There was statistically significant difference between RhoC protein level and HOXD10 protein level in the CRC tissue group (P=0.002; Fig. 2D ).
Difference in protein expression of HOXD10 between metastasis-positive and metastasis-free samples.
The results of the western blot analysis indicated that HOXD10 expression in tumor tissues from the metastasis-positive group were decreased compared with in metastasis-free tissues (Fig. 2B) . To confirm the result of western blot analysis, 
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immunohistochemistry was also performed to detect the expression of HOXD10. HOXD10 immunoexpression was found to be attenuated in metastasis-positive tissues compared with metastasis-free tissues (Fig. 4A) . A significant inverse correlation in the protein expression of HOXD10 was also observed in metastasis-positive tissues compared with metastasis-free tissues (Fig. 4B) . These data suggest that HOXD10 may be involved in the process of CRC metastasis.
Discussion
The HOXD10 gene encodes transcription factors and exerts functions mainly through the activation or inhibition of downstream target genes (21) . HOXD10 was previously considered to be a major factor in the negative regulation of tumor metastasis, as the overexpression of miR-10b was hypothesized to increase RhoC and AKT signaling by targeting HOXD10, thus facilitating invasion in tumors (22) . The present study measured the expression of miR-10b, HOXD10 and RhoC in healthy control subjects and CRC patients. miR-10b was found to be highly expressed in CRC tissues, accompanied by the increased expression of RhoC. Consistent with previous findings, that miR-10b could drive tumor metastasis (23) (24) (25) , the present study found that increased miR-10b also contributed to metastasis in CRC. In addition, increased levels of miR-10b were detected in poorly-differentiated CRC tissues, indicating a strong capability for metastasis. HOXD10 expression was found to be attenuated in lymph node metastasis-positive CRC tissues, compared with metastasis-free CRC. These results suggest that miR-10b could reduce the threshold of metastasis in CRC as the positive regulator, which was inversely associated to HOXD10.
There were significant differences in the mean level of miR-10b expression between the tumor and the adjacent non-tumor tissues (P<0.05), while there was no significant difference between the adjacent non-tumor and normal CRC tissue (P>0.05; Fig. 1 ). There were significant differences in miR-10b level between CRC cases of various stages, tumor diameter, lymph node metastasis status and differentiation. Furthermore, there was a statistically significant difference between the multi-and mono-focal cases (Table I) . miR-10b was previously observed to be abnormally expressed in several tumor types, including glioma, pancreatic adenocarcinoma and glioblastoma (26) (27) (28) . The current findings, together with the findings of previous studies, suggest the involvement of miR-10b in the metastatic behavior of CRC (29, 30) .
The present study found significantly greater concentrations of miR-10b in CRC tissues compared with in adjacent non-tumor tissues and normal tissues from healthy controls. The concentrations of miR-10b increased in line with a later clinical stage and lymph node metastasis. In addition, miR-10b expression in high-grade CRC with multifocal lesions and liver metastases was significantly increased compared with CRC patients with a single lesion and those without liver metastasis. These findings indicate that miR-10b may be involved in the invasion and migration of CRC and may provide a novel therapeutic target. In the present study, miR-10b expression levels were elevated in metastasis-positive CRC specimens compared with metastasis-free tumor tissues, and this elevation was accompanied with the downregulation of HOXD10. HOXD10 has been previously found to repress the expression of genes involved in tumor metastasis, including RhoC (12) . miR-10b overexpression may increase RhoC expression, indicating that increased RhoC contributed to miR-10b-induced invasiveness, as the target gene of HOXD10. In addition, the expression of miR-10b was greater in poorly-differentiated CRC tissues compared with well-differentiated ones. Spearman's rank correlation coefficient revealed that there was a strong negative correlation between HOXD10 and RhoC protein levels (Fig. 2C) . The results of the present study showed that the overexpression of miR-10b increased RhoC expression by targeting HOXD10, thus facilitating the invasion and metastasis of CRC.
In conclusion, the present study suggests that increased miR-10b levels are associated with the degree of metastasis in CRC patients. The increased expression of RhoC and the downregulation of HOXD10 were correlated with high expression levels of miR-10b. These results may elucidate the underlying mechanisms and provide a novel therapeutic target for inhibiting the invasion and metastasis of CRC.
